The present work deals with the distribution of ABO, Rh and sickling alleles as a marker to study the genetic structure and micro-demarcation among castes and tribal population from Amravati district of Maharashtra. Three loci namely, ABO, Rh and sickling were selected to measure the relative frequency of respective alleles in ten (10) endogamous population inhabiting Amravati District. The ABO locus was found to be less polymorphic when compared with other loci. On the other hand Rh and sickling loci were found to be more 
Introduction:
India is known for its enormous genetic diversity and rank second in the world after Africa.
The Indian population provides excellent opportunity to study socio-culture and genetic variability. Due to its geographical location India has served as major corridor for the dispersal of modern humans out of Africa ~2,000000 years ago (Cann, 2001 ).The contemporary Indian population is classified as tribal and non-tribal. There are 5000 endogamous groups in India which are known for their endogamous units and diversity (Sing, 1999 ). Many population groups migrated to India from northwest and northeast. It is believed that the ancestor of some of the existing tribes in southern India entered the country from the northwest, in pre-historic times. Non-tribes also came from this direction. Tribal are the aboriginal groups who have not been absorbed in the caste system (Vidyarthi, 1985) and are mainly ancestor worshipper. Linguistically population of India is classified into four major classes" viz. Indo-Aryan, Dravidian and Austro-Asiatic and Tibeto-Burman. The Indo-Aryan forms the largest group and comprises much of the north and northwest region of the subcontinent. Great deal of literature exists on classical genetic studies carried out among Indian population (Cavalli-Sforza et al.1964; Papiha, 1996) demonstrating high degree of heterogeneity among different caste and tribal groups. Social restrictions in marriages have apparently hampered the gene flow between different castes thereby resulting into isolated endogamous groups. Many studies on Indian population put forwarded to explain their genetic origin and genetic relationship (Bamshad, 1998; Roychaudhary, 2001; Baig, et al. 2004 ).The genetic relationship among different caste groups are not uniform. Polymorphism are now considered useful tool for studying differentiation in human population. This is generally done by using gene frequency data of number of genetic loci. Twenty two blood group loci are found to be polymorphic in human population, out of which ABO and Rh where two such polymorphic loci. Sickle cell anemia was the first polymorphism observed in protein coding gene by electrophoresis (Pauling et al. 1949; Ingram, 1957 Kashmiris inhabiting Amravati district of Maharashtra were sampled. In the current study, we screened 10 endogamous populations for three important loci to infer the origin and relationship amongst them.
Materials and methods:
Five ml of blood was collected from following endogamous groups using appropriate Sickling Test: Sickling test was carried out by method as described by Scott and Castro (1998) . Late positive sickling samples were subjected to cellulose acetate membrane electrophoresis by using method of Marengo-Rowe (1965).
Statistical Analysis

Measurement of Genetic variation:
Allele frequency was calculated using Hardy-Weinberg principle. Coefficients of gene differentiation (G ST ) and (D ST ) were calculated following Nei (1973) . The genetic relationship among the present endogamous population group were assessed using the measure of genetic distance (D) proposed by Nei (1972) . A dendrogram was drawn as per UPGMA clustering method using Phylip (v 3.69), Felsensteins (1993) .
Result and Discussion
In ABO blood group, the phenotype frequency of B was found to be higher in Buddhist, Bohras, Gonds and Katchhi than the other population. The frequency of AB was higher only in the Korkus population as compare to other groups. Among total population, the frequency of B was highest (38.4) as compared to blood group O (28.0). The frequency of blood group A and AB was found to be 26.04 and 07.20 respectively (Table. 1 ).
Rh (D) phenotype frequency (08.00) was observed high among Bohras, Kashmiris and Gujrati population (Table. 2).The phenotype and gene frequency of Sickling was high only in the Navbuddhist population (0.40). Sickling gene was virtually absent in other population (Table. 3).
The Chi-square differences was non-significant of group Katchhi in case of ABO blood groups(X 2 =0.116; df 3; p-value=0.989) and remaining population shows significant differences. In case of Rh (D) and Sickling all populations have significant value of X 2 . The X 2 differences in allelic frequency for majority of markers for various population was significant (X 2 =0.461, df=18, p<1.00 for ABO; X 2 =0.052; df=9; p<1.00 for Rh (D) and X 2 =0.058; df=9; p-value=0.999 non-significant for Sickling). The X2 values further point towards stratification of Hindu caste system into caste and sub-caste where social forces are acting as the main deterrent in the free gene flow among them.
Genetic diversity:
The gene diversity indices for the total population H T and intra populational gene diversity H S were quite high i.e. 0.926 and 0.853 (Table.4 highest for ABO and lowest for Sickling. Previous study on Indian caste and tribe also reveal higher intra-population diversity (Bamshad et al. 1998 ).
Genetic distance:
Using the allele frequency data for the five markers, Nei"s measure of genetic distance was calculated between the ten (10) endogamous groups. It was found highest between Navbudhist and Kunbis (0.5792) and lowest between Gonds and Katchhi (0.0007) ( Table.5 considered as the migrant group from north of India (Sahoo, et al. 2005) . Interestingly, Clade C shows clustering of tribal Gond and Katchhi, an Islamic group. This clustering might be due to limitation of markers employed or might be due ancient link of them. Interestingly, in the past Gonds has rule the central India (Bhasin, 1992) . and Katchhi, basically a trading group might have established some linkages. Taking into account the sample size, we should not read too much but some pattern are clear that signature of social force still persist in the genome of cast and tribes of India. In coming years sampling of more endogamous group and typing using DNA marker will provide better insight into the genetic landscape of Indian population. 
